. Since secondary structure prediction algorithms predict this as an α-helix, most likely the local resolution did not allow modelling the α-helix. The HAT-CTD of all three proteins is composed of 14 α-helices or 7 HAT repeats. In contrast the linker region of mPrp39, yPrp39 and yPrp42 is very different. In the structure of mPrp39 the linker is composed of three α-helices with a dominating 38 amino acid long α-helix (Lα3 in Supplementary Figure 7) . Even though this α-helix is present in yPrp39 and yPrp42, it is significantly shorter. Moreover, the linker of yPrp42 contains in total two α-helices and yPrp39 only a single α-helix, missing the perpendicular α-helix ( Figure 4A and Supplementary Figs. 7 and 8). In average the loop regions connecting the single α-helices of both domains are longer in the yeast proteins.
The linker that connects the α-helix of HAT-CTD repeat number 9 of yPrp39 with yPrp42 is elongated and creates an additional interaction platform for dimerization ( Figure 4A and Supplementary Figs. 7 and 8) . In yPrp39 the linker between HAT repeat nine and ten of the HAT-CTD is elongated in comparison to mPrp39.
As a consequence, it extends into the convex side of the CTD. Beside the central HAT-repeat containing domains, both mPRPF39and yPrp39 have N-terminal as well as C-terminal extensions in their amino acid sequence. While in the crystal structure of mPrp39 these extensions could not be resolved in the electron density, the C-terminal domain of yPrp39 is structured ( Figure 4A and Supplementary Figs. 7 and 8 ).
However, we cannot exclude that the C-terminal extension of mPRPF39 gets structured in the context of U1snRNP assembly and hence might act in protein-protein interaction(s). Supplementary Figure S3 . SEC-MALS analysis of mPRPF39 at 300 mM (teal) and 900 mM (gray) NaCl.
Supplementary
Even at high salt concentrations the dimer remains intact, but the elution profile is slightly shifted, indicating a reduced hydrodynamic radius at high salt. sequence, which derives from the alternative exon containing a stop codon that is included. The alternative sequence is also predicted to form α-helices.

